and EDTA) but negative PCRs directed against bla VIM-1 and bla VIM-2 clusters (6). However, 35 multiplex carbapenemase PCR (7) yielded a positive result for bla VIM -like genes. Thus, we 36 performed a class 1 integron PCR followed by DNA sequencing (6) to detect potential VIM gene 37 cassettes and the results are shown in Figure 1 . Indeed, a class 1 integron containing a bla 38 gene 99% similar to bla VIM-13 was detected in both cases. However, the gene differed from 39 bla VIM-13 in two nucleotides (A6C and A13G), both leading to amino acid replacements (L2F and 40 I5V, respectively) of residues conserved in VIM-1 cluster. Moreover, both nucleotides fell 41 within the forward primer sequence used for the amplification of bla VIM-1 cluster and therefore 42 this fact should explain the negative results for VIM-1 PCR. The new variant was thus deposited 43 in GeneBank (reference KT954134.1) and designated VIM-47. Interestingly, analysis through 44 multilocus sequence typing (MLST) according to established protocols (www.pubmlst.org) 45 revealed that one of the isolates belonged to the high-risk clone ST235 (as the original VIM-13) 46 (4), but the other one belonged to a different widespread high-risk clone (ST175) (Figure 1 ).
on September 12, 2017 by guest http://aac.asm.org/ Downloaded from and between any of them and the previously described VIM-13 producing isolates (Figure 1) . 49
To investigate the location of this resistance element (plasmid or chromosome), genomic DNA 50 of both isolates harboring bla VIM-47 was digested with I-Ceu1, separated by PFGE , and 51 hybridized with bla VIM-47 and rRNA probes as described previously (8 
